Supporting Information Methods
Cognitive phenotypes: Tests used to construct gF and gC.
As described in Davies et al. (2011) (Trenerry 1989 ) defined a speed factor. These factor scores, together with the raw score of the Matrix Reasoning subscale of the Wechsler Abbreviated Scale of Intelligence (Wechsler 1999 ) and the overall mean of median reaction times from a multiple choice reaction time task (Espeseth et al., 2006) , were used as input for a further PCA, of which the un-rotated first component defined the gF factor. m y e li n a t i o n n e u r i t o g e n e s i s o r g a n i z a t i o n q u a n t i t y r e c y c l i n g r e l e a s e s e n s it i z a t i o n s i z e s p a t i a l l e a r n i n g s u r v iv a l s y n a p t i c f a t i g u e s y n a p t o g e n e s i s t r a n s p o r t t r e m Association results for the NCNG are presented as beta/effect size, standard error (SE) and P-9 value. Also shown are the corresponding association results (meta-P-values) for the CAGES (Davies et al., 2011) with the minor/reference allele (Allele 1) indicated, and the combined meta-analysis of both the NCNG and the CAGES. Finally, the gene(s), if any, to which each of these SNPs was assigned, using LDsnpR, is shown in the final column. SNPs that could not be assigned to genes are indicated by "N/A". Bold indicates genes with SNPs that survived the stringent P≤1x10 -5 cutoff.
Dataset 2. Results of gene-based analyses.
This Dataset shows genes with best permuted P≤0.05 in NCNG and genes meeting replication criteria and therefore selected for IPA analysis. The final sheet lists all genes tested. the gene description, the number of SNPs assigned to the gene after QC in the NCNG and in the CAGES, the lowest permutation-based P-value from the three models tested in the NCNG and the minimum (min) P-value in the CAGES. 
